The food webs consisting of plants, herbivorous insects and their insect parasitoids are a major component of terrestrial biodiversity. They play a central role in the functioning of all terrestrial ecosystems, and the number of species involved is mind-blowing (Nyman et al. 2015) . Nevertheless, our understanding of the evolutionary and ecological determinants of their diversity is still in its infancy. In this issue of Molecular Ecology, Sutton et al. (2016) open a window into the comparative analysis of spatial genetic structuring in a set of comparable multitrophic models, involving highly species-specific interactions: figs and fig wasps. This is the first study to compare genetic structure using population genetics tools in a fig-pollinating wasp (Pleistodontes imperialis sp1) and its main parasitoid (Sycoscapter sp.A). The fig-pollinating wasp has a discontinuous spatial distribution that correlates with genetic differentiation, while the parasitoid bridges the discontinuity by parasitizing other pollinator species on the same host fig tree and presents basically no spatial genetic structure. The full implications of these results for our general understanding of plant-herbivorous insect-insect parasitoids diversification become apparent when envisioned within the framework of recent advances in fig and fig wasp biology.
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Keywords: biogeography, co-evolution, community structure, Ficus, mutualism Each of the 770 plus species of Ficus is associated with a largely host-specific community of chalcid wasps breeding within their closed urn-shaped inflorescences called figs. The community involves wasps (including parasites and the mutualistic pollinators) that gall ovules, but also kleptoparasites, parasitoids and seed-eaters, and each of these date generally present no spatial genetic structure over continental stretches, and also limited variation in their mitochondrial genes, suggesting recent population expansion (Liu et al. 2015; Tian et al. 2015) ; spatial genetic structure has only been documented when species ranges encompass islands (Liu et al. 2013; Tian et al. 2015) . What is the origin of this peculiar signature of dispersal? Could it be that repeated local extinction events due to extreme climatic events lead to recurrent recolonization processes resulting in substantial gene flow and global founder effects? Or do we witness the genetic consequences of major selective sweeps, as could result (Haine & Cook 2005) ?
At this stage one point is clear: there is substantial gene flow in pollinating wasps over long distances and such gene flow is probably limiting adaptation to local conditions. In parallel, we observe that Ficus species, in different parts of their range, are often pollinated by different wasp species, generally belonging to a single species-complex (e.g. Cornille et al. 2012; Liu et al. 2013; Sutton et al. 2016) . We may suggest that strong gene flow is limiting local pollinator adaptation and hence limiting diversification within pollinator species. Lack of local adaptation within species should facilitate the establishment of new species that are better adapted to ecological conditions in part of the range of the host species. What happens when pollinator distributions become disjoint? In the northern part of its range, Pleistodontes imperialis sp.1 coexists on Ficus rubiginosa with two other pollinator species (Darwell et al. 2014) , while it is the only pollinator species throughout most of its southern range. The situation may result in ecological character displacement in P. imperialis sp.1 in the northern part of its range, but not in the southern part, leading to ecological diversification. For instance in another Ficus species, one of two co-occurring pollinator species has evolved exceptionally short adult lifespan in response to competition (Conchou et al. 2014 ). For P. imperialis, if the current separation of populations is maintained sufficiently long, we will obtain two very closely related species originating from P. imperalis sp.1, spatially separated by populations of less related species of the species complex. If such situations are frequent in Ficus, then there is no reason to predict that allopatric speciation of Ficus should lead to fine phylogenies that are congruent with those of their pollinators. The system investigated by Sutton et al. (2016) provides a formidable tool to better understand the adaptive and genetic determinants of diversification in plant-insect interactions.
Parasites of the fig-pollinating wasp system have multiple evolutionary origins and provide a series of biological situations allowing comparative investigations. For (Fig. 2) . However, some of these wasps enter receptive figs to oviposit as pollinators do, and some of them have become alternative pollinators of the system (Jousselin et al. 2001) . These wasps, belonging to several phylogenetically distinct lineages, are the sole 'parasites' of the system found to abundantly disperse by drifting in the wind above the canopy, at the same height as typical pollinators of the Ficus species they are associated with, showing a remarkable example of convergent evolution of dispersal traits in independently evolved pollinator lineages (Harrison 2003) .
The parasitoid investigated by Sutton et al. (2016) belongs to genus Sycoscapter, a genus that was not or only marginally recorded above the canopy by Harrison (2003) . Nevertheless, it shows absence of spatial genetic structure, while its host, belonging to the Pleistodontes imperialis species group, is most probably wind-dispersed, but shows spatial genetic structure associated with population discontinuity. As is the case for a number of other parasitoids (Nyman et al. 2015) , Sycoscapter sp.A is a habitat specialist (figs of Ficus rubiginosa) but not a host specialist, in the sense that it will feed on a larva of any of the different species of the P. imperialis species group. If we accept less dispersive behaviour in Sycoscapter sp.A than in P. imperialis sp.1, then population discontinuity and maybe ecological differentiation trumps intrinsic dispersion behaviour in limiting gene flow. Alternatively, Sycoscapter sp.A could be atypical among nonpollinating fig wasps in being a rapid disperser, or it could be a low speed but efficient disperser as it most probably is about thirty times longer lived as an adult than P. imperialis sp.1.
Increasing availability of molecular tools, and intensive field collections, is progressively leading to a revolution in how we may understand the food webs consisting plants, herbivorous insects and their insect parasitoids. In a pioneering study, Stone et al. (2012) provided a comprehensive representation of the timing and pattern of diversification of the geographically widespread insect community associated with deciduous oaks in the Western Palaearctic. Such studies of patterns provide a much needed framework within which to analyse diversification processes using population genetics and natural history investigations. The fig-fig wasp model is two orders of magnitude richer with 770 plus communities and well over 10 000 species involved. Nevertheless, the general background history of its diversification is progressively becoming available (e.g. Cruaud et al. 2011) . Results on genetic structuring such as those presented by Sutton et al. (2016) , combined with biological data, show that the quest for a comprehensive understanding of the diversification of such a complex system as the fig-fig wasps system is within our reach.
